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Group/type CAS group HAS group
mNGS  Culture mNGS  Culture

Single pathogen 82 44 15 22

Bacteria 40 35 9 20

Fungi 1 9 4 2

Viruses 27 2

Atypical pathogens 4

Mixed pathogens 120 15 54 13

Multiple bacteria 10 6 11 9

Multiple viruses 5 3

Multiple fungi 1 1 1

Bacteria combined 13 8 9 3

with fungi

Bacteria combined 41 15

with viruses

Bacteria combined 2

with atypical

pathogens

Viruses combined 7

with atypical

pathogens

Viruses combined 10 4

with fungi

Bacteria, viruses, and 26 12

fungi

Bacteria, viruses, and 3

atypical pathogens

Viruses, fungi, and
atypical pathogens

Bacteria, viruses,
fungi, and atypical
pathogens
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Project

CAS group

Number

Mortality rate

HAS group

Number

Mortality rate

mNGS positive

Match clinical diagnosis 169 27.81% (47/169) 66 40.91% (27/66) 0.0612 05313
Adjusting treatment 126 30.95% (39/126) 48 45.83% (22/48) 0.0767 0.5843
Adjustment by mNGS and culture 38 50% (19/38) 20 60% (12/20) 0.5826 0.9978
Up-escalated 26 12

De-escalated 12 8

Adjustment by mNGS 88 22.73% (20/88) 28 35.71% (10/28) 02159 09122
Up-escalated 43 19

De-escalated 29 9

Adjust to antiviral treatment 2 0

Adjust to anti-tuberculosis treatment 14 0

No changes 43 18.60% (8/43) 18 27.78% (5/18) 0.4989 0.996
Mismatch clinical diagnosis 33 24.24% (8/33) 3 33.33% (1/3) >0.9999 1
Adjustment by culture 4 100% (4/4) 2 50% (1/2) 03333 0.974
Up-escalated 3 1

De-escalated 1 1

Adjustment by experience 12 8.33% (1/12) 1 1% (0/1) >0.9999 1
Up-escalated 8 1

De-escalated 2 0

Adjust to anti-tuberculosis treatment 2 0

No changes 17 17.65% (3/17) 0 0% (0/0) >0.9999 1
mNGS negative 27 22.22% (6/27) 10 10% (1/10) 0.6471 0.9981
Adjustment by experience 17 23.53% (4/17) 7 14.29% (1/7) >0.9999 1
Up-escalated 10 6

De-escalated 4 1

Adjust to antiviral treatment 1 0

Adjust to anti-tuberculosis treatment 1 0

Adjust to antibacterial treatment 1 0

No changes 10 20% (2/10) 3 % (0/3) >0.9999 1
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Clinical feature CAS group HAS group adj. P
Male N (%) 62.01% (142/229) 67.09% (53/79) 04192 0.6627
Age (years) 58 (48-69.50) 57 (45-68) 07876 0.7876
SOFA score 5(3-9) 8(5-12) <0.0001 0.0004
APACHE Il score 14(9-21) 18 (12-23) 0.0065 0.0321
Length of admission (day) 22 (13-35.50) 32(25-42) <0.0001 0.0003
ICU admission (%) 43.23% (99/229) 67.09% (53/79) 0.0003 0.0018
ICU length of stay (day) 16 (9-24) 19(13-31) 0.0413 0.1552
Past history

Hypertension (%) 37.99% (87/229) 39.24% (31/79) 0.8439 0.9672
Diabetes (%) 16.16% (37/229) 20.25% (16/79) 04056 0.9390
Cardiopathy (%) 9.61% (22/229) 21.52% (17/79) 0.006 0.0584
Neurogenic disease 10.48% (24/229) 20.25% (16/79) 0.0259 0.2104
Chronic kidney dysfunction (%) 10.04% (23/229) 6.33% (5/79) 03735 0.9390
Chronic obstructive pulmonary disease (%) 9.17% (21/229) 7.59% (6/79) 0819 0.9672

Immune-related diseases (%) 28.82% (66/229) 32.91% (26/79) 0.5687 0.9390

Smoking 14.41% (33/229) 8.86% (7/79) 02472 0.8630

Drinking 10.48% (24/229) 6.33% (5/79) 03726 0.9390

No underlying diseases 26.20% (60/229) 16.46% (13/79) 0.0919 0.5375

Treatments

Vasoactive drug therapy (%) 39.30% (90/229) 68.35% (54/79) <0.0001 0.0004
Mechanical ventilation (%) 37.12% (85/229) 62.03% (49/79) 0.0001 0.0005
Duration of mechanical ventilation (day) 11 (7-20) 15 (10.50-22.50) 0.0729 0.2031

Renal replacement therapy (%) 15.72% (36/229) 24.05% (19/79) 0.1242 0.2330

Duration of renal replacement therapy (hour) 87 (40.63-205.2) 64 (40-128.5) 0.363 0.3630

Glucocorticoid therapy (%) 63.32% (145/229) 81.01% (64/79) 0.0034 0.0135
Blood products therapy (%) 68.56% (157/229) 97.47% (77/79) <0.0001 0.0001

Case fatality rates 26.64% (61/229) 36.71% (29/79) 0.114 0.3045

CAS, community-acquired sepsis; HAS, hospital-acquired sepsis; SOFA, sequential organ failure assessment; APACHE I, acute physiology and chronic health evaluation IF; ICU, intensive care

unit; adj.P, Adjusted P-value. The bold values indicate statistical significance.
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Full Time-matched subset

Carriage Disease Carriage Disease P-value
Serotype
b 8% (62) 4% (28) <0.001 8% (59) 9% (6) 1
11 17% (127) 5% (33) <0.001 17% (120) 6% (4) 0.01
11T 25% (183) 59% (406) <0.001 25% (177) 57% (40) <0.001
v 8% (56) 2% (17) <0.001 8% (53) 0 0.01
\' 19% (137) 5% (36) <0.001 19% (130) 6% (4) 0.004
MLST
ST1 11% (77) 3% (23) <0.001 10% (71) 3% (2) 0.05
ST17 11% (82) 39% (266) <0.001 11% (80) 43% (30) <0.001
ST28 6% (41) 1% (7) <0.001 5% (38) 1% (1) 0.25
ST291 2% (15) 0 <0.001 2% (12) 0 0.61
ST569 2% (15) 0 <0.001 2% (15) 0 0.38
€<
CC1 18% (131) 7% (46) <0.001 18% (125) 3% (2) <0.001
CC8 11% (84) 5% (34) <0.001 11% (80) 6% (4) 0.16
CC17 15% (108) 45% (309) <0.001 15% (103) 53% (37) <0.001
CC19 21% (156) 16% (111) 0.02 21% (149) 6% (4) <0.001

CC-serotype

CC17-1V 2% (15) 0 <0.001 2% (12) 0 0.04
CC24-V 3% (24) 0.1% (1) <0.001 3% (24) 1% (1) 0.63
Clades

CCI-A 9% (68) 3% (22) <0.001 9% (64) 3% (2) 0.07
CC8-C 5% (37) 2% (11) <0.001 5% (34) 3% (2) 0.76
CC17-A0 0.4% (3) 7% (50) <0.001 0.4% (3) 9% (6) <0.001
CC17-Al 5% (37) 24% (167) <0.001 5% (37) 21% (15) <0.001
CC17-B 2% (13) 5% (36) <0.001 2% (12) 9% (6) 0.004
CC19-A 1% (8) 7% (46) <0.001 1% (8) 3% (2) 0.23
CC19-B 13% (94) 6% (42) <0.001 13% (90) 1% (1) 0.002
CC19-D 6% (45) 1% (7) <0.001 6% (42) 1% (1) 0.17
MGE

phiStagl 21% (156) 32% (218) <0.001 21% (148) 39% (27) 0.002
AMR

MLSg 24% (179) 15% (102) <0.001 25% (172) 26% (18) 0.88
ICESag37 4% (31) 5% (37) 0.27 4% (30) 17% (12) <0.001

The total number of isolates from carriage/disease with corresponding genotype is shown in brackets. The prevalence of genotypes is shown for the full and time-matched (2018-2021) datasets.
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